• Premise of the study: Microsatellite loci were isolated and characterized from enriched genomic libraries of Artocarpus altilis (breadfruit) and tested in four Artocarpus species and one hybrid. The microsatellite markers provide new tools for further studies in Artocarpus .
• Methods and Results: A total of 25 microsatellite loci were evaluated across four Artocarpus species and one hybrid. Twentyone microsatellite loci were evaluated on A. altilis (241), A. camansi (34), A. mariannensis (15), and A. altilis × mariannensis (64) samples. Nine of those loci plus four additional loci were evaluated on A. heterophyllus (jackfruit, 426) samples. All loci are polymorphic for at least one species. The average number of alleles ranges from two to nine within taxa.
• Conclusions: These microsatellite primers will facilitate further studies on the genetic structure and evolutionary and domestication history of Artocarpus species. They will aid in cultivar identifi cation and establishing germplasm conservation strategies for breadfruit and jackfruit. A. altilis PCR fragments were analyzed on an ABI 3730xl DNA Analyzer and data processed using GeneMapper version 3.7 (Applied Biosystems, Foster City, California, USA). Many breadfruit cultivars are known to be triploid based on chromosome counts ( Ragone, 2001 ; Zerega et al., 2004 ) , and this was confi rmed with microsatellite data. The data revealed additional cultivars, which were thought to be triploid due to sterile fruits, to indeed be triploid. GenoDive ( Meirmans and Van Tienderen, 2004 ) was used for diversity statistics. The number of alleles was evaluated for all primers. Methods for assessing allele dosage in triploids were only partially successful ( Esselink et al., 2004 ) , so observed and expected heterozygosities and deviation from Hardy-Weinberg equilibrium (HWE) were only analyzed in diploids, while percent heterozygosity was evaluated in triploids. All loci are polymorphic for at least one species. The allele numbers across loci and species range from one to 15, with the average number within a species ranging from two to nine ( Table 2 ) . GenoDive also assigned clones to determine if individuals could be differentiated. Genotypes across all loci were unique for A. heterophyllus and diploid A. altilis × mariannensis samples. In the remaining species, multiple samples share genotypes (number of unique genotypes/total samples): triploid A. altilis (53/162), triploid A. altilis × mariannensis (27/33), diploid A. altilis (46/79), A. mariannensis (14/15), and A. camansi (33/34) . Several loci showed signifi cant departure from HWE, although the loci varied between taxa ( Table 2 ). Given that these are cultivated species and they violate several assumptions for HWE, this is not a surprising result and could be due to selection, nonrandom mating, or asexual reproduction.
CONCLUSIONS
The newly developed microsatellite loci show high levels of polymorphism in several Artocarpus species, and the success in cross-amplifi cation is promising for broad use of these markers in congeners. These markers provide an excellent resource to quantify levels of genetic variation, patterns of population structure, and evolutionary and domestication history. They should also prove useful in future studies for cultivar identifi cation, establishing crop germplasm conservation strategies, helping to determine ploidy level, and understanding origins and dispersal of breadfruit and jackfruit. 
